Background: Aquaporin 1 (AQP1) overexpression has been shown to be associated with uncontrolled cell replication, invasion, migration, and tumor metastasis. We aimed to evaluate AQP1 expression in lung adenocarcinomas and to examine its association with clinicopathological features and prognostic significance. We also investigated the association between AQP1 overexpression and epithelial-mesenchymal transition (EMT) markers. Methods: We examined AQP1 expression in 505 cases of surgically resected lung adenocarcinomas acquired at the Seoul National University Bundang Hospital from 2003 to 2012. Expression of AQP1 and EMT-related markers, including Ecadherin and vimentin, were analyzed by immunohistochemistry and tissue microarray. Results: AQP1 overexpression was associated with several aggressive pathological parameters, including venous invasion, lymphatic invasion, and tumor recurrence. AQP1 overexpression tended to be associated with higher histological grade, advanced pathological stage, and anaplastic lymphoma kinase (ALK) translocation; however, these differences were not statistically significant. In addition, AQP1 overexpression positively correlated with loss of E-cadherin expression and acquired expression of vimentin. Lung adenocarcinoma patients with AQP1 overexpression showed shorter progression-free survival (PFS, 46.1 months vs. 56.2 months) compared to patients without AQP1 overexpression. Multivariate analysis confirmed that AQP1 overexpression was significantly associated with shorter PFS (hazard ratio, 1.429; 95% confidence interval, 1.033 to 1.977; p = .031). Conclusions: AQP1 overexpression was thereby concluded to be an independent factor of poor prognosis associated with shorter PFS in lung adenocarcinoma. These results suggested that AQP1 overexpression might be considered as a prognostic biomarker of lung adenocarcinoma. Journal of Pathology and Translational Medicine 2016; 50: 251-257 http://dx.doi.org/10.4132/jptm.2016.03.30 ▒ ORIGINAL ARTICLE ▒ Non-small cell lung cancer (NSCLC) is one of the major causes of cancer-related deaths, and the treatment of NSCLC remains challenging. Adenocarcinoma comprises more than half of all NSCLC. Recent research has yielded a better understanding of the carcinogenesis, molecular subtypes, and prognostic factors of NSCLC, and several novel agents targeting oncogenic pathways have been introduced for the clinical treatment of NSCLC. Despite advancements in surgical treatment, selective targeted therapy, and early cancer detection, the relative long-term survival rate of NSCLC is still lower than that of other malignancies.
▒ ORIGINAL ARTICLE ▒ Non-small cell lung cancer (NSCLC) is one of the major causes of cancer-related deaths, and the treatment of NSCLC remains challenging. Adenocarcinoma comprises more than half of all NSCLC. Recent research has yielded a better understanding of the carcinogenesis, molecular subtypes, and prognostic factors of NSCLC, and several novel agents targeting oncogenic pathways have been introduced for the clinical treatment of NSCLC. Despite advancements in surgical treatment, selective targeted therapy, and early cancer detection, the relative long-term survival rate of NSCLC is still lower than that of other malignancies. [1] [2] [3] Therefore, a better understanding of the mechanism(s) of NSCLC tumor progression is needed, and useful prognostic biomolecular markers for accurate prediction of the clinical outcome of NSCLC are of great clinical significance.
Aquaproin 1 (AQP1) is a member of the aquaporin family found in cell membranes, and primarily facilitates transcellular water transport. AQP1 is expressed in various tissues such as kidney, choroid plexus, and gall bladder, and has a role in various physiological and pathological processes. [4] [5] [6] Recently, several reports have revealed that AQP1 overexpression is associated with uncontrolled cell replication, invasion, migration, and metastasis in tumors. 5, 7 In lung cancer, various studies have shown the preferential expression of AQP1 in adenocarcinoma, and an association between AQP1 expression and tumor cell differenti-ation, invasion, metastasis, and poor prognosis. [8] [9] [10] [11] [12] However, the molecular role and mechanism of AQP1 in cancer cell invasion remains unclear.
Epithelial-mesenchymal transition (EMT) is a complex process in which epithelial cells lose cell-cell adhesions and gain migratory properties. EMT has been implicated in many aspects of cancer, such as tumor cell invasion, metastasis, drug resistance, and poor clinical outcome. The mechanism of EMT results from complex signaling pathway crosstalk between tumor cells and the tumor microenvironment. Several studies have shown that alterations in EMT-related markers are observed in lung adenocarcinoma, and these alterations enhanced tumor progression and metastasis. [13] [14] [15] Recent results have indicated that AQP1 overexpression is correlated to EMT in both colon and breast cancers, [16] [17] [18] but the correlation has not yet been investigated in lung cancer.
In the present study, we analyzed the immunohistochemical expression of AQP1 in a large series of lung adenocarcinoma specimens, and evaluated the frequency and pattern of AQP1 expression along with its association with clinicopathological factors, molecular subtypes, and patient outcome. In addition, we explored the correlation between AQP1 overexpression and alteration of the EMT-related markers E-cadherin and vimentin.
MATERIALS AND METHODS

Tissue samples and classification
Tumor samples were collected from 505 consecutive lung adenocarcinoma patients who underwent curative surgical resection at Seoul National University Bundang Hospital between May 2003 and December 2012. Clinicopathological information and follow-up data were obtained by reviewing the medical and the pathological records of the enrolled patients. Smoking history was defined as smokers who have smoked 100 cigarettes, and never-smokers who have never smoked or smoked less than 100 cigarettes in their life time. Two pathologists (S.Y. and J.-H. C) independently reviewed the hematoxylin and eosin stained slides and classified the diagnosis according to the International Association for the Study of Lung Cancer/American Thoracic Society/European Respiratory Society (IASLC/ATS/ERS) criteria and the 2015 World Health Organization (WHO) classification system. 19, 20 Histological grade was based on the predominant histological subtypes as follows: grade 1, lepidic; grade 2, acinar and papillary; and grade 3, solid and micropapillary. Tumors were staged according to the American Joint Committee on Cancer, seventh staging system. Progression-free survival (PFS) was measured from the date of surgery until disease progression or death. Overall survival (OS) was measured from the date of surgery to the time of death or last follow-up visit. The Institutional Review Board of the Seoul National University Bundang Hospital approved this study.
Tissue microarray
The most representative areas were obtained for each tumor sample and arranged for tissue microarray (TMA). Tissue cores with a diameter of 2 mm were embedded within TMA blocks, which were sectioned into series of 4-μm-thick slices and then stained with hematoxylin and eosin; immunohistochemical labeling was then performed.
Immunohistochemical staining and assessment
Immunohistochemistry for AQP1, E-cadherin, and vimentin were performed according to the antibody manufacturer's instructions. The following antibodies were used: AQP1 (B-11, 1:100, Santa Cruz Biotechnology, Santa Cruz, CA, USA), Ecadherin (SPM471, 1:150, Thermo Fisher Scientific, Carlsbad, CA, USA), and vimentin (1:100, 4A4, Zeta Corporation, Arcadia, CA, USA). AQP1 showed both apicolateral staining and complete circumferential membranous staining (Fig. 1 ). AQP1 overexpression was defined when ≥ 25% showed membranous staining with loss of polarization, as previously reported. 21 Immunohistochemical stains of E-cadherin and vimentin were scored using a semi-quantitative evaluation for each case. The intensity of staining was scored on a four-point scale as follows: 0, no staining; 1, weak staining; 2, moderate staining; and 3, strong staining. The score was based on the fraction of positive cells (1%-100%). The final score was calculated by multiplying the intensity score to the fraction score, generating a total range of 0-300. Scores of 0-100 and 101-300 were considered as negative and positive, respectively, as previously reported. 22 
Molecular characteristics
Translocation of anaplastic large cell lymphoma kinase (ALK) was evaluated in 440 cases by fluorescence in situ hybridization analysis using a probe to ALK (Vysis LSI ALK dual color, breakapart rearrangement probe, Abbott Molecular, Des Plaines, IL, USA); translocation was observed in 28 out of 440 cases (6.4%). Epidermal growth factor receptor (EGFR) mutations of exon 18 to 21 and KRAS mutations of codon 12 and 13 were evaluated in 484 and 413 cases using polymerase chain reaction and direct DNA sequencing, as previously described. 23 EGFR and KRAS mutations were identified in 49.0% (237/484) and 6.1% (25/413) of cases, respectively.
Statistical analysis
All statistical analyses were performed using SPSS ver. 18.0 (SPSS Inc., Chicago, IL, USA). The association between immunohistochemistry results and clinicopathological variables was assessed by chi-square test, Fisher exact test, or Spearman's rank correlation test. Kaplan-Meier analysis with log-rank test and multivariate cox regression analysis were performed for survival analysis. Statistical significance was defined as p < .05.
RESULTS
Clinicopathological characteristics
The clinicopathological characteristics of patients are summarized in Table 1 Association of AQP1 overexpression with clinicopathological features AQP1 overexpression (Fig. 1) was detected in 20.8% of adenocarcinoma cases (105/505). Table 1 shows the association of AQP1 overexpression with clinicopathological variables. There was a significant association of AQP1 overexpression with venous invasion (p = .035) and lymphatic invasion (p = .039). The recurrence rate of patients with AQP1 overexpression was significantly higher than that of patients without AQP1 overexpression (p = .029). AQP1 overexpression was not associated with higher histological grade (p = .097), pleural invasion (p = .131), and other clinicopathological variables or molecular characteristics, such as EGFR and KRAS mutation and ALK rearrangement.
Association between AQP1 overexpression and EMT-related marker expression
In total, immunohistochemical analyses of E-cadherin and vimentin were performed for 479 and 471 cases, respectively. Loss of E-cadherin expression was observed in 201 of 479 cases (42.0%), and expression of vimentin was observed in 192 of 471 cases (40.8%). We compared the association of AQP1 over- expression to expression of E-cadherin or vimentin ( Table 2 ) and found that AQP1 overexpression was correlated with loss of E-cadherin expression (p = .011) and expression of vimentin (p < .001).
Survival analysis according to AQP1 overexpression
At the time of analysis, the median PFS was 31.0 months (range, 1 to 84 months) and the median OS was 39 months (range, 1 to 84 months). During this time, 194 patients (38.4%) suffered tumor recurrence and 90 patients (17.8%) died from cancer. Survival analysis using Kaplan-Meier and Cox proportional hazards analyses were performed to evaluate the prognostic impact of AQP1 overexpression. As shown in Fig. 2 , Kaplan-Meier revealed that PFS of patients with AQP1 overexpression was significantly shorter than that of the patients without AQP1 overexpression group (p = .018). However, AQP1 overexpression had no prognostic impact on OS (p = .234). Univariate analysis indicated that larger tumor size (p < .001), higher histological grade (p = .032), pleural invasion (p < .001), venous invasion (p < .001), lymphatic invasion (p < .001), perineural invasion (p = .043), pTNM stage (p < .001), and AQP1 overexpression (46.1 months vs. 56.2 months, p = .020) were associated with shorter PFS (Fig. 2A) . Multivariate cox regression analysis demonstrated AQP1 overexpression to be an independent factor indicating poor prognosis with regard to PFS in patients with lung adenocarcinoma (hazard ratio 
DISCUSSION
In the present study, we assessed the expression of AQP1 in 505 lung adenocarcinomas and evaluated the relationship between AQP1 overexpression and various clinicopathological factors and molecular characteristics, as well as the expression of EMT-related markers. Our study showed that AQP1 overexpression significantly correlated with several aggressive pathological factors and can be used as an independent prognostic factor for PFS in lung adenocarcinoma. AQP1 is a plasma membrane channel involved in transepithelial water transport. 5, 7 Recently, the functional roles of AQP1 protein expression have been studied in various cancers. Previous studies have demonstrated that AQP1 is upregulated in several cancer tissues in vitro and in vivo, and AQP1 overexpression is associated with poor prognosis. 11, 13, 16, 17, 24 Hoque et al. 8 reported that upregulated AQP1 in lung cancer may play a role in cancer cell proliferation by resisting apoptosis. Machida et al. showed that AQP1 overexpression with a loss of polarization is associated with invasive growth and poor prognosis in lung adenocarcinomas. Consistent with previous observations, our study showed that AQP1 overexpression tended to be more frequently observed in the high grade histological subtypes of adenocarcinomas although it was not statistically significant. We also analyzed the association of AQP1 overexpression with EMT-related markers (E-cadherin and vimentin). The loss of Ecadherin and increased expression of vimentin, both hallmarks of a mesenchymal phenotype, were frequently observed in tumors with AQP1 overexpression. We hypothesized that AQP1 may participate in tumor progression through EMT (loss of E-cadherin and vimentin expression) in lung adenocarcinoma. EMT is implicated in tumor progression, invasion, metastasis, and poor prognosis in lung cancer. 6, 13, 25 Recently, several reports have suggested that AQP1 overexpression is associated with cancer cell invasion. AQP1 has been suggested to function as a linker molecule to promote EMT, or to stabilize the cytoskeletal complex. 8, 10, 26, 27 Similar results were reported in various cancers including colorectal cancer, breast cancer, and brain tumors, 13, 17, 28 which is in line with our results. The exact biological and functional mechanism of AQP1 to promote EMT needed to be clarifiied by further studies. Of note, some studies demonstrated that tumor tissue showed intratumoral heterogeneity of AQP1 expression in brain tumor. 24, 29 Thus, it is necessary to clarify the intratumoral heterogenous distribution of AQP1 overexpression in cancer and its clinical significance.
10
In conclusion, we demonstrated that overexpression of AQP1 was significantly associated with venous invasion, lymphatic invasion, higher pathological stage, and cancer recurrence in lung adenocarcinomas. AQP1 was also deemed an independent marker of poor prognosis with regard to PFS. In particular, increased expression of AQP1 protein was associated with the expression of vimentin and loss of E-cadherin expression, suggesting that AQP1 overexpression may be involved in tumor cell invasion through facilitating EMT.
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